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End crop Point

MSA length = 1755

TCCATAGAGACGAGAGAABEBATTCGCGAAAATAATT
TCCATAGAGACGAGAGAABAATTCGCGAAAATAATT
TCCATAGAGACGAGAGAAIRBATTCGCGAAAATAATT
TCCATAGAGACGAGAGAABAATTCGCGAAAATAATT
TCCATAGAGAIGAGAGAA AATTCGCGAAAATAATT

TCCATAGAGACGAGAGAAIAATTCGCGAAAATAATT
TCCATAGAGACGAGAGAA AATICGCGAAIAIAATT
TCCATAGIGACGAGAGAA AATTCGCGAAAATAATT

TCCATAGAGACG- - AGAAIAATTCGCGAAAAT -ATT
TCCATAGAGACG - - AGAABAATTCGCGAAAAT -ATT
TCCATAGAGACGAGAGAAAATTCGCGAAAATAATT
TCCATAGAGACGAGAGAAAATTCGCGAAAATAATT
TCIATAGAGACGAGAGAA AATICGCGAAAAIAATT
TCCATAGAGACGAGAGAAAATTCGCGAAAATAATT

GAAAABAATT
T-TIG AIACGAIAIA AIA AIT C

TCCATAGAGACGAGAGAARAATTCGCGAAAATAATT

TATTTTACAITTTAAT TAATAATATTAAAAGTCCAAGTTTTI
TATTTTACATTTAAATAAAATATACTIATAATTTTAAAAGI

TAITTTAIAT.TAATAAAATATAC A ATTTAAAGTGTCCAAGTTTTIAGAAAICTC

TATTTTACATTTAAATAAAATATACTBATAATTTTAAAAG]

TATTTTACATTTAAATAAAATATACTEATAATTTTAAAA
TAATAATATTAAAAGCCAAGTTTT
TAATAA-TTTAAAAGTCTAAGTTTT
TAATAA-TTTAAAAGTCTAAGTTTT

TTTAAAGTGTCCAAGTTTTHEAGAAA
TAATAATATTIAAAGTCCAAGTTTT
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ed fm_1.bed 0 O n.bed g 1.bed fm 2.bed 0 O bcIn.fa_aln.fa_cl.
size: 1755bp; fragments: 39; full length: 0 (>=1579.5bp)

divergence to consensus (%)
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ed_uf.bed g 1l.bed fm 1.bed O O n.bed g 1l.bed fm 2.bed 0 O _
size: 2865bp; fragments: 38; full length: 0 (>=2578.5bp)
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divergence to consensus (%)
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size: 205bp; fragments: 18; full length: 13 (>=184.5bp)

TE: rnd_5 family 10292
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After TEtrimmer ORF and PFAM domain plot
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sensus before TEtrimmer (bp)

(windowsize = 25, threshold = 50.00 10/10/25)
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